Crystal Structure of 24th Ig Domain of Filamin C the stability of webs of actin filaments at the cell peWe obtained P6 1 22 crystals that diffracted to 1.43 Å riphery and link them to the plasma membrane, as well of Ig domain 24 of human filamin C, which mediates as serving as key scaffolds for key factors that integdimerization. The structure was determined using single wavelength anomalous diffraction (SAD) of Se-Metlabeled protein crystals and refined to R = 18.6% and ) 19.177 a R factor = (SUM(ABS(I(h, i) − I (h))))/SUM(I(h, i))). b Values for the last resolution shell are given in parentheses.
R free = 20.5% (Table 1) . In these crystals, domain 24 had mains 5 and 4 the strands D are four and three residues long, respectively. The loop connecting strands A and the expected Ig-like fold ( Figure 1A) , with strands A, B, E, and D forming a four-stranded antiparallel β sheet B makes parallel β strand-like hydrogen bonds to the end of the strand G of the opposite β sheet in all three and strands C, F, and G forming a three-stranded sheet (Figure 2A) . domains. Also, the loop between C and D turns close to the end of the strand C before continuing to strand In the SCOP database (Murzin et al., 1995), the filamin Ig-like domain forms a distinct family in the super-D. Only in the Dictyostelium domain 5 can these two connections be classified as short β strands (A# and C#) family of E-set domains, in the Ig-like β-sandwich fold. Before the current structure, three other Ig domain ( Figure 2B ). As expected, the loops vary more than the β strands, with the loop between β strands B and C structures have been available for this family ( being the most divergent ( Figures 1B and 1C ). In the sequence alignment, this loop is longer in the DictyoOf these, our structure of human filamin C domain 24 resembles most closely Dictyostelium filamin domains stelium domains ( Figure 6A ) and it also has the highest B-factor values in the X-ray structures (this study and 5 and 4, whereas the Dictyostelium domain 6, which mediates dimerization in this molecule, is clearly dis- drophobic residues that form the interface between the C strands (underlined in Figure 6B ). This sequence motif forms a signature for dimerization and is not seen in other vertebrate filamin domains. We therefore propose that all vertebrate filamins have dimerization interfaces analogous to that seen in human filamin C domain 24. 
